Figure S1 Three deletion alleles with strong defect in translation recovery are highlighted: cspA (red), rnr (red) and mdtI (green). We did not consider mdtI further, because most of its apparent reduction in recovery of protein synthesis comes from an increase in protein synthesis at 30 min relative to WT cells, rather than reduced protein synthesis at 6 hr.
mdtI encodes for the membrane subunit of a heterodimeric spermidine efflux transporter.
Spermidine accumulates and inhibits protein translation at low temperature by replacing the ribosome-bound Mg 2+ (Limsuwun and Jones, 2000) , so it is likely that high level of spermidine in mdtI mutant is changing the cellular translation after cold shock. Three other deletion alleles are significantly but mildly defective in translation recovery: bdm, a member of the Rcs regulon that is involved in biofilm formation (Francez-charlot et al., 2005) ; ymgA, which was reported to involve in biofilm formation and induced at low temperature (White-Ziegler et al., 2008) ; and ycfJ, whose function is still unknown.
Although not highly induced, deaD and relA were included because of their potential impact on cold shock response.
(B-E) The 116 cold-induced genes (> 2-fold upregulated) are clustered into 3 groups using the k-means method based on their relative expression pattern during acclimation phase (see also Table S3 ). A plot of the within groups sum of squares by number of clusters extracted was shown in (B). We chose to group the data into 3 clusters, because this is the lowest number of clusters immediately after the large drop in the sum of squares, indicating that we had captured most of the diversity of the dataset. The Grey dots indicate that the ncRNA level at 37°C is below detection limit (assigned as 1 only for plotting). Some sRNAs upregulated > 5-fold are highlighted (see also Table S4 ).
(H) Scatter plot comparing non-coding RNA amounts (RPKM) 30 min versus 6 hr after cold shock. Grey dash line: y = x; red dash lines: 5-fold up-or down-regulated. Some sRNAs upregulated > 5-fold are highlighted (see also Table S4 ). Genome location (nt) Figure S4 cspA 5'UTR in ∆cspABEG cells 10˚C 8hr cspB 5'UTR in ∆cspABEG cells 10˚C 8hr 
